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0U-NK2 

FIG. 1B 
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TOTAL RNA ISOLATED 
FROM A20 CELLS 



SYNTHESIS OF FIRST STRAND cDNA USING 
OPR101 OLIGONUCLEOTIDE PRIMER - 
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TOTAL RNA ISOLATED 
FORM A20 CELLS 



SYNTHESIS OF FIRST STRAND CDNA USING 
OLIGO dT PRIMER 



CDNA TEMPLATE 



PCR AMPLIFICATION WITH 
OPR102 & OPR104 PRIMERS 



Ncol 




EagI 



FIG. 3A 



MUTATION IN LINKER REGION- 
NO EcoRV SITE PRESENT 
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Hindlll 



PB15 



Af III 
Nhel 



-EagI 



ANNEALED CORRECTING 
OLIGONUCLEOTIDES- 
0PR119 & 0PR120-2 



EagI 




ANNEALED PEPTIDE OLIGONUCLEOTIDES 
Ova 323-339 - OPR110 S OPR111 

- 0PR115 & 0PR116 

0PR117 & 0PR118 
0PR140 S 0PR141 
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TOTAL RNA ISOLATED 
FROM BLCL K68 CELLS 



♦ 



SYNTHESIS OF FIRST STRAND cDNA USING 
. OLIGO-dT PRIMER 



cDNA 
TEMPLATE 



PCR AMPLIFICATION WITH 
DR1A-B & DR1A-F PRIMERS 



Hindi II BamHI 




Hindlll, 



BamHI 



TEMPLATE FOR PCR 
AMPLIFICATIONS 



PCR WITH AF-N & 
AB-S PRIMERS 



Ncol T ^ Spel 

od-«2-HINGE 
PCR PRODUCT 

\NcoI/SpeI DIGEST 
\ Ncol 



I ' PUC18 1 



Hindi 1 1 /BamHI 
DIGEST 



Hindlll 
•BamHI 




f pJS139 J 

7 



39A2 



TEMPLATE FOR PCR 
AMPLIFICATIONS 



Spel 



FIG. 4A 
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TOTAL RNA ISOLATED ' 
FROM BLCL K68 CELLS 

I SYNTHESIS OF FIRST STRAND cDNA USING 
t OLIGO-dT PRIMER 

CDNA 
TEMPLATE 

| PCR AMPLIFICATION WITH 
| DR1B-B & DR1B-F PRIMERS 



Hindlll 



BamHI 
I 



£l-£2-HINGE PCR 
PRODUCT 




TEMPLATE FOR PCR 
AMPLIFICATIONS 



NCOI 



£l-£2-HINGE 
PCR PRODUCT 



PCR WITH BF-NN 
& BB-S PRIMERS 

Spel 



FIG. 5A 
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Ncol 



Ncol 

hm 



Spel 



£1~£2-HINGE 
PCR PRODUCT 




f PJS139 j 



Aflll/Spel DIGEST 



Af III Spel 

£l-£2-HINGE 
bENE FRAGMENT 



\ 



Nhel 



ANNEALED AND EXTENDED 
LINKER OLIGONUCLEOTIDES 
0PR121 a 0PR122 



OVERLAP-EXTENSION PCR 
WITH 0PR123 & 0PR119 



Eagl 



LINKER-£l-£2-HINGE 
PCR PRODUCT 



FIG. 5B 
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pBS-DRlB/NP & 1 
pBS-DRlB/HA T — EagI 



FIG. 5C 
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TOTAL RNA ISOLATED FROM 
SJL MOUSE SPLEEN CELLS 

I SYNTHESIS OF FIRST STRAND cDNA USING 
4 0PR101 OLIGONUCLEOTIDE PRIMER 

I-A s aCHAIN 
SPECIFIC CDNA 

[ PCR AMPLIFICATION WITH 
| 0PR100 & 0PR101 PRIMERS 



Ncol t Spel 




FIG. 6 
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TOTAL RNA ISOLATED FROM 
SJL MOUSE SPLEEN CELLS 

1 SYNTHESIS OF FIRST STRAND cDNA USING 
T 0PR106 PRIMER - 

I-A S f»SPECIFIC 
CDNA TEMPLATE 

PCR AMPLIFICATION WITH 
VW310&0PR106 PRIMERS 




EagI 



Aflll/Nhel DIGEST 
& FRAGMENT SWAP 




ANNEALED PEPTIDE OLIGONUCLEOTIDES- 
MBP 91-103 - VW315 8 VW316 
PLP 139-151 - VW313 S VW314 
MBP 1-1^4 - VW317 & VW318 



I-Ad/I-AS PCR PRIMERS AND CLONING OLIGONUCLEOTIDES 12 / 69 
(RESTRICTION SITE ARE UNDERLINED), 

OPRIOO 

5'-GGG GGG GC C ATG G CC GAA GAC GAC GAC ATT GAG GCC GAC-3' 
OPR101 

5'-GCG GCG ACT AGT CCA GTG TTT CAG AAC CGG CTC-3' 
OPR107 

5' -CCC CCC GAT ATC TCA GCT TCC AGC AGT GGA GAC GAC ATT GAG 
GCC G-3' 

0PR108 

5' -CCC CCC CGG CCG CTA CTT ACG TTT CCA GTG TTT CAG AAC CGG 
C-3' 

OPR102 

5' -GGG GGG G CC ATG G CC GGA AAC TCC GAA AGG CAT TTC G-3' 
0PR104 

5 ' -GCG GCG ACT AGT CCA CTC CAC AGT GAT GGG GC-3' 
0PR106 

5' -CCC CCC CGG CCG TAC CTG AGG ACC ACT CCA CAG TGA TGG-3' 
0PR112 

5' -CCC CCC GAT ATC ACA GGT G TC TTA AG T GCT AGC GGA GGG GGC 
GGA AGC GGC GGA GGG GGA AAC TCC GAA AGG CAT TTC-3' 

0PR119 

5'-AGCJTG ATA TCA CAG GTG TCT TAA GTG GAG-3'. 
OPR120-2 

5' - CTA 6C T CCA CTT AAG ACA CCT GTG ATA TCA-3' 

VW310 x 
5' -TCC GGA GGC GGC GGA GAC TCC GAA AGG CAT TTC G-3' 

VW309 

5'-CGA TC G CTA GC G GCG GTG GTG GTT CCG GTG GCG GCG GAG-3' 
0PR136 

5' -CCC CCC AGG CTT CCC GGG CCA CCA TGC CGT GCA GCA GAG CTC 
TG-3' 

0PR139 

5' -CCC CCC GAG CTC GAA TTC TCA TAA AGG CCC TGG GTG TCT G-3' 
0PR132 

5' -CCC CCC AAG CTT CCC GGG CCA CCA TGG CTC TGC AGA TCC CCA 
GC-3' 

0PR133 

5' -CCC CCC A CT TAA G GT CCT TGG GCT GCT CAG CAC" C-3' 
0PR134 

5' -CCC CCC CCA TCA CTG TGG AGT GGA GGG-3' 
0PR135 

5 '-CCC CCC GAG CTC GAA TTC TCA CTG CAG GAG CCC TGC TGG-3' 



FIG. 8A 
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HLA-DRI PCR PRIMERS AND CLONING OLIGONUCLEOTIDES, 
DRIA-F 

5'-GGG GGG AAG CTT ATG 
DRIA-B 

5'-GCG GCG GGA TCC GTT 
DRIB-F 

5' -GGG GGG AAG CTT ATG 
CAG C-3' 

AF-N 

5' -GGG GGG G CC ATG G CC 

5^-GCG GCG ACT AGT GTT 
0PR124 

5' -GGG GGG AAG CTT GAT 
GAA GAA CAT GTG k'JC^y 

0PR125 

5' -GGG GGG CGG. CCG CTA 
AGC-3' 

DRIB-B 

5'-GCG GCG GGA TCC CTT 
BF-NN 

5 '-GGG GGG G CC ATG G CC 
CGT TTC TTG-T 

BB~S 

5' -GCG GCG ACT AGT CTT 
OPR121 

5 '-GTT GTC TTA AGT GGA 
GGT GGG GAC ACC CG-3' 

0PR122 

5' -GAA ATG ACA TTC AAA 
GGT GTC CCC ACC ACC-3' 

0PR123 

5 '-GGG GGG CGG CCG TAC 

y 



AAA 


GAA 


GAA 
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GTG 


ATC ATC-3' 


TGT 


AGT 


CTC 
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AGG-3' 


GAC 


ACC 


CGA 


CCA 


CGT 


TTC TTG TGG 
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GCT 
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AGT 


AGT ATC AAA 
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CTC 


TGG 


GAG 


AGG GCT TGG 


CTG 


TGC 


AGA 


TTC 


AGA 


CC-3' 


TCC 


GCT 


AGC 


GGG 


GAC 


ACC CGA CCA 


CTG 


TGC 


AGA 


TTC 


AGA 


CCG-3' 


AGC 


GGA 


GGG 


GGC 


GGG 


TCC GGA GGT 


CAG 


CTG 


CCA 


CAA 


GAA 


ACG TGG TCG 


AGG 


ACT 


TGC 


TCT 


GTG 


CAG ATT CAG- 



FIG. 8B 
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PEPTIDE OLIGONUCLEOTIDES. 
Ova 323-339 

^TTA AGT ATC TCT CAG GCT GTT CAC GCT GCT CAC GCT GAA ATC 
AAC~~G~AX~SCT GGT CGT G-3' 

'Mi GCA CGA CCA GCT TCG TTG ATT TCA GCC TGA GCA GCG TGA 
ACA'GCC TGA GAG ATA C-3 

Ova H331R 

OPRU5 jct CAG GCT GTT CAC GCT GCT CGG GCT GAA ATC 

AArOOCT GGT CGT £-3' 

!OT GCA CGA CCA GCT TCG TTG ATT TCA GCC CGA GCA GCG TGA 
ACA &XTGA GAG ATA £-3' 

Ova A332Y 

5'^TTA AGT ATC TCT CAG GCT GTT CAC GCT GCT CAC TAC GAA ATC 
AACWGTT GGT CGT G-3' 



CTa GCA CGA CCA GCT TCG TTG ATT TCA TAG TGA GCA GCG TGA 
ACA~BUrTGA GAG ATA C-3' 

HEL 74-86 

§??#A AGT AAC CTG TGC AAC ATC CCC TGC AGC GCC CTG CTG AGC 
TCCl 1 ^ 

§^ GCG GAG CTC AGC AGG GCG CTG CAG GGG ATG TTG CAC AGG 

ttaTFT 7-- 

NP 404-415 

^HL&ST CAG ATC AGC GTG CAG CCC GCC TTC AGC GTG CAG £-3' 

FIG. 8C 
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0PR129 

5'- CTA 6C C TGC ACG CTG A AG GCG GGC TGA ACG CTG ATC TGA C-3' 

HA 307-319 
0PR13O 

5'- TTA,AGT CCC AAG TAC GTG AAG CAG AAC ACC CTG AAG CTG GCC 
ACC G-3' - 

0PR131 

5'- CTA GC G GTG GCC AGC TTC AGG GTG TTC TGC TTC ACG TAC TTG 
GGA C-3 7 

MBP 91-103 
VW315 

S'-ITAAGT CAC TAT GGC TCC CTG CCG CAG AAG TCC CAG CAC GGG 

CGrF? 7- 

VW316 

5'- CTA GC G CGC CCG TGC TGG GAC TTC TGC GGC AGG GAG CCA TAG 
TGA C-3' 

PLP 139-151 
VW313 

5'-ITACAT CAC TCC CTG GGC AAG TGG CTG GGC CAC CCG GAC AAG 
VW314 

5'- CTA GC G AAC TTG TTC GGG TGG CCC AGC CAC TTG CCC AGG GAG 
TGA C-3' 

MBP 1-14 
VW317 

5'- TTA AGT ATG GCA TCC CAG AAG CGC CCG TCC CAG CGC TCC AAG 
TAC CTG G-3' 

VW316 

5 y -CTAGCC AGG TAC TTG GAG CGC TGG GAC GGG CGC TTC TGG GAT 
GCC ATA C-3' 



FIG- 8D 
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KAPPA VARIABLE 6ENE 




FIG. 10A 

HEAVY CHAIN VARIABLE GENE 




FIG. 10B 
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EcoRV 



Eagl 



LS 



kappa VARIABLE EXON 



" 1 Xbal 

J kappa I f 13/ 



FIG. 11A 



EcoRV 



Eagl 



Xbal 

HEAVY CHAIN VARIABLE EXON J HC H J 13 

FIG. 11B 



0.8 kb 
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i b 



1.5kb 




FIG. 12 



22 /69 




FIG. 13 
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PRIMER LIST SEQUENCE 

PMC-33 I 5 ' GCTCAGCTGTCTTGTTTCAGTACTGATC3 ' 1 

PMC-77 [ 5 ' GTA AGTAGCGGCCG3 ' 1 

PMC-111 I5'GGTATGTAAAAATAAACATCACAG3' 1 

PMC-114 [5'GCTTTGCTTACGGAGTTACTC3' I 

FIG. 14 



5'h 



Xbal 



Ig HEAVY CHAIN VARIABLE REGION 



Xbal 



l 



DELETE RESTRICTION SITES 
BY M13 MUTAGENESIS 



Xbal 



5'h 



Xbal 



5'h 



Xbal 



5'h 



LS 



HEAVY CHAIN VARIABLE EXON 



J HC 4 



Xbal 

— — \y 



ECORV 



LS 


I 







ADD EcoRV and EagI RESTRICTION 
SITES by M13 MUTAGENESIS 



EagI 



_ Xbal 

HEAVY CHAIN VARIABLE EXON J HC H f — 13' 



I 



DIGEST WITH EcoRV and EagI. 
LIGATE IN CLASS I INVARIABLE GENE 



ECORV 



EagI 



LS 


I 







0 VARIABLE GENE 



Xbal 



FIG. 15 
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ocVARIABLE GENE 



EcoRI ' 



PE 



PJW004 
11.9kb 



FIG. 16A 



£CHAIN VARIABLE GENE 



ECORI v 



PJW010 
10.3 kb 



gpt 



FIG. 16B 
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FIG. 17A 
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Hindi 1 1 EcoRV 




Af 
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Hindlll xmal 
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Xbal 

_™ 10 20 30 40 50 

nXSGSCCAC C ATG CCG TGC AGC-AGA GCT CTG ATT CTG GGG GTC CTC GCC 
GGGCCCGGTG G TAC GGC ACG TCG TCT CGA GAC TAA GAC CCC CAG GAG CGG 
t MPCSRALILGVLA 

I-A d OCCHAIN SIGNAL PEPTIDE 

KOZAK 
CONSENSUS 

60 70 80 90 

CTG AAC ACC ATG CTC AGC CTC TGC GGA GGT GAA GAC GAC ATT GAG // 
GAC TTG TGG TAC GAG TCG GAG ACG CCT CCA CTT CTG CTG TAA CTC // 
LNTMLSLCGGAEDD I E// 

JUL 



I-A d oc CHAIN SIGNAL PEPTIDE SIGNAL PEPTIDE 

CLEAVAGE SITE 

EcoRI 

750 760 770 780 

CGA TCA GGT GGC ACC TCC AGA CAC CCA GGG CCT TTA TGA GAATTC 
GCT A6T CCA CCG TGG AGG TCT GTG GGT CCC GGA AAT ACT CTTAAG 

RSGGTSRHPGPL* 
STOP I 



I-A d oc CHAIN 



FIG. 18A 
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Hindi 1 1 Xmal _ _ 

10 20 30 40 50 

AAGCTTCCCG GGCCACC ATG GCT CTG CAG ATC CCC AGC CTC CTC CTC TCA GCT 
TTCGAAGGGC CCGGTGG TAC CGA GAC GTC TAG GGG TCG GAG GAG GAG ACT CGA 



M A L Q I 



KOZAK I-A d P CHAIN SIGNAL PEPTIDE 

CONSENSUS . 

Af III 

60 70 80 90 100 

GCT GTG GTG GTG CTG ATG GTG CTG AGC AGC CCA AGG ACC TTA AGT ATC 
CGA CAC CAC CAC GAC TAC CAC GAC TCG TCG GGT TCC TGG AAT TCA TAG 
AVVVLMVLSSPRT, L S fr I 

I-A d P CHAIN SIGNAL PEPTIDE SIGNAL PEPTIDE 

CLEAVAGE SITE 

110 120 130 140 

TCT CAG GCT GTT CAC GCT GCT CAC GCT GAA ATC AAC GAA GCT GGT CGT 
AGA GTC CGA CAA GTG CGA CGA GTG CGA CTT TAG TTG CTT CGA CCA GCA 
SQAVHAAHAEINEAG-R, 

Ova PEPTIDE 

Nhel n X 

150 160 170 180 190 

GCT AGC GGA GGG GGC GGA AGC GGC GGA GGG GGA AAC TCC GAA AGG // 
CGA TCG CCT CCC CCG CCT TCG CCG CCT CCC CCT TTG AGG CTT TCC // 
ASGGGGSGGGGNSER// 

iLli // 

LINKER REGION I-A d p CHAIN 

EcoRI Sad 

870 880 890 900___ ■ 

CCT CCT CCA GCA GGG CTC CTG CAG TGA GAAT TCGAGCI'C 
GGA GGA GGT CGT CCC GAG GAC GTC ACT CTTA AGCTCGAG 
PPPAG LLQ* 
STOP i 



I-A d P CHAIN 

FIG. 18B 
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I-A d oc CHAIN SPECIFIC 
A20 cDNA 




FIG. 19A 
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Xmal 




FIG. 19B 
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Hindi 1 1 EcoRV 




AfHII 
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Hindlll 
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II DIGESTION 



FIG. 19E 
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EcoRI 



FIG. 19G 
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OPR132 

I-A d B signal peptide front primer with Kozak consensus for CellTech vector - 
HindlH/Xmal sites 

5' -CCC CCC AAG CTT CCC GGG CCA CCA TGG CTC TGC AGA TCC CCA 
GC-3' 



OPR133 

I-A d B signal peptide back primer with Kozak consensus for CellTech vector - AfUI site 
5' -CCC CCC ACT TAA G GT CCT TGG 'GCT GCT CAG CAC C-3' 

OPR134 

I-A d £ transmembrane front primer for CellTech vector - BstXI sites 
5' -CCC CCC CCA TCA CTG TGG AGT GGA GGG-3' 



OPR135 

I-A d 8 transmembrane back primer for CellTech vector - SstI, EcoRI sites 

5' -CCC CCC GAG CTC GAA TCC TCA CTG CAG GAG CCC TGC TGG-3' 

OPR136 

I-A d a signal peptide front primer with Kozak consensus for CellTech vector - 

Hindlll/Xmal sites , 

5' -CCC CCC AAG CTT CCC GGG CCA CCA TGC CGT GCA GCA GAG C^C 
TG-3' 



OPR139 

I-A d a transmembrane primer for CellTech vector - Sstl/EcoRI sites 

5' -CCC CCC GAG CTC GAA TCC TCA TAA AGG CCC TGG GTG TCT G-3' 



B7-1-2F 

Murine B7-1 front primer with Kozak consensus for CloneTech vector - NotI site 

5' -CCC CCC CC G CGG CCG CC C CAC CAT GGG ACT GAG TAA CAT TCT 

C-3' 



B7-1-2B 

Murine B7-1 BACK primer for CloneTech vector - NotI site 

5' -CCC CCC GCG GCC GC T TTA AAA ACA TGT ATC ACT TTT-3' 



FIG. 20 
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7000 



6000 - 




o j 1 1 r 

BKG 0.1 1 10 



PEPTIDE CONC. (ug/mL) 

GROUP I OVA 
-Wt— GROUP II 0VA/B7 
—Jk— GROUP III B7 
O BKG GROUP I OVA 
O BKG GROUP II 0VA/B7 
A BKG GROUP III B7 

FIG. 22 
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— 1 T" 

BKG 1 10 



PEPTIDE CONC. (ug/mL) 

FIG. 23 
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LINKER SEQUENCE LINKED TO 
PRESENTING PEPTIDE 



PEPTIDE BINDING 
GROOVE 




a2 DOMAIN $2 DOMAIN 



SINGLE CHAIN 
LINKER SEQUENCE 



FIG. 24 
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Xhol/Xmal digest 
& Ligation 



Ncol/Spel digest 
& Ligation 



EcoRI 




Xmal 
EcoRI 



PCR product of 
39AD2 template & 
JLA007/JLA010 primers 



PCR product of 
pBC1 template & 
JLA005/JLA009 primers 



,-NheI 



Annealed 
JLA301/JLA302 
oligonucleotides 



NcoK Nhel 




-Xmal 
* EcoRI 



Xmal 
EcoRI 



FIG.25A 
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FIG.25B 



44/69 




FIG.25C 
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FIG.25D 
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JLA-005 

5 ' - CCCCCCGCCATGGCCGCTAGCGGAGGGGGCGGAAGC - 3 ' 
JLA-007 

5 ' - CCCGGGGCCTCGAGTGAAGACGACATTGAGGCCGAC - 3 ' 
JLA-009 

5 ' - CCCCCCACTAGTCCACTCCACAGTGATGGGGCT- 3 ' 
JLA-010 

5 * -CCCCCCCCCGGGACCAGTGTTTCAGAACCGGCTCCTC-3 ' 
JLA-301 

5 ' -TCGAGGAACCGCCACCGCCAGAACCGCCGCCACCGGA- 
ACCACCACCGCCGCTGCCACCGCCACCA-3 ' 

JLA-302 

5 " - CTAGTGGTGGCGGTGGCAGCGGCGGTGGTGGTTCCGG - 
TGGCGGCGGTTCTGGCGGTGGCGGTTCC -3 ' 

OPR-142 

5 ' - CTTGGGAATCTTGACTAAGAGG - 3 * 
JS-305 

5 ' - C AGGTCGAATTCTCATTCCATCGGCATGTACTCTTCTT - 
CCTCCCAGTGTTTCAGAACCGG -3 ' 



FIG. 26 
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10 20 30 40 50 

* * * * * 

CCACC ATG GCT CTG CAG ATC CCC AGC CTC CTC CTC TCA GCT GCT GTG GTG 
GGTGG TAC CGA GAC GTC TAG GGG TCG GAG GAG GAG AGT CGA CGA CAC CAC 
MALQIPSLLLSAAVV> 
< . i -Ad 3'CHAIN LEADER --- 

60 70 80 ' 90 

* * * * 

GTG CTG .ATG GTG CTG AGC AGC CCA AGG ACC TTA AGT ATC TCT CAG GCT 
CAC GAC TAC CAC GAC TCG TCG GGT TCC TGG AAT TCA TAG AGA GTC CGA 
VLMVLSSPRTLSISQA> 



100 110 120 130 140 

* * * * * 

GTT CAC GCT GCT CAC GCT GAA ATC AAC GAA GCT GGT CGT GCT AGC GGA 
CAA GTG CGA CGA GTG CGA CTT TAG TTG CTT CGA CCA GCA CGA TCG CCT 
VHAAHAEINEAGRASG> 
OVA 323-339 >< 



170 180 190 

* * * 

GGA GGG GGA AAC TCC GAA AGG CAT TTC GTG GTC 
CCT CCC CCT TTG AGG CTT TCC GTA AAG CAC CAG 
GGGNSERHFVV* 



150 160 
* * 

GGG GGC GGA AGC GGC 
CCC CCG CCT TCG CCG 
G G G S G 

-- 10 AMINO ACID LINKER- ->< 



I -Ad (3-1 DOMAIN 



200 210 220 230 240 

* * * * * 

CAG TTC AAG GGC GAG TGC TAC TAC ACC AAC GGG ACG CAG CGC ATA CGG 
GTC AAG TTC CCG CTC ACG ATG ATG TGG TTG CCC TGC GTC GCG TAT GCC 
QFKGECYYTNGTQRIR> 



250 260 270 280 290 

* * * * * 

CTC GTG ACC AGA TAC ATC TAC AAC CGG GAG GAG TAC GTG CGC TAC GAC 
GAG CAC TGG TCT ATG TAG ATG TTG GCC CTC CTC ATG CAC GCG ATG CTG 
LVTRYIYNREEYVRYD> 



FIG.27A 
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300 310 320 330 

* * * * 

AGC GAC GTG GGC GAG TAC CGC GCG GTG ACC GAG CTG GGG CGG CCA GAC 
TCG CTG CAC CCG CTC ATG GCG CGC CAC TGG CTC GAC CCC GCC GGT CTG 
SDVGEYRA-VTELGRPD> 



340 350 360 370 380 

* * * * * 

GCC GAG TAC TGG AAC AGC CAG CCG GAG ATC CTG GAG CGA ACG CGG GCC 
CGG CTC ATG ACC TTG TCG GTC GGC CTC TAG GAC CTC GCT TGC GCC CGG 
AEYWNSQPEILERTRA> 



390 400 410 420 430 

* * * * * 

GAG GTG GAC ACG GCG TGC AGA CAC AAC TAC GAG GGG CCG GAG ACC AGC 
CTC CAC CTG TGC CGC ACG TCT GTG TTG ATG CTC CCC GGC CTC TGG TCG 
EVDTACRHNYEGPETS> 



440 450 460 470 ' 480 

* * * * * 

ACC TCC CTG CGG CGG CTT GAA CAG CCC AAT GTC GCC ATC TCC CTG TCC 
TGG AGG GAC GCC GCC GAA CTT GTC GGG TTA CAG CGG TAG AGG GAC AGG 
~TSLRRLEQPNVAISLS> 
... r-Ad p-1 DOMAIN ->< I -Ad 3-2 DOMAIN - 

490 500 510 520 530 

* * * * * 

AGG ACA GAG GCC CTC AAC CAC CAC AAC ACT CTG GTC TGT TCG GTG ACA 
TCC TGT CTC CGG GAG TTG GTG GTG TTG TGA GAC CAG ACA AGC CAC TGT 
RTEALNHHNTLVCSVT> 



540 550 560 570 

* * * * 

GAT TTC TAC CCA GCC AAG ATC AAA GTG CGC TGG TTC AGG AAT GGC CAG 
CTA AAG ATG GGT CGG TTC TAG TTT CAC GCG ACC AAG TCC TTA CCG GTC 
DFYPAKIKVRWFRNGO 



FIG. 27B 
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580 590 600 610 620 

* * * * * 

GAG GAG ACA GTG GGG GTC TCA TCC ACA CAG CTT ATT AGG AAT GGG GAC 
CTC CTC TGT CAC CCC CAG AGT AGG TGT GTC GAA TAA TCC TTA CCC CTG 
EETV.GVSS-T.QLI RNGD> 



630 640 650 660 670 

* * * * * 

TGG ACC TTC CAG GTC CTG GTC ATG CTG GAG ATG ACC CCT CAT CAG GGA 
ACC TGG AAG GTC CAG GAC CAG TAC GAC CTC TAC TGG GGA GTA GTC CCT 
WTFQVLVMLEMTPHQG> 



680 690 700 710 720 

* * * * * 

GAG GTC TAC ACC TGC CAT GTG GAG CAT CCC AGC CTG AAG AGC CCC ATC 
CTC CAG ATG TGG ACG GTA CAC CTC GTA GGG TCG GAC TTC TCG GGG TAG 
EVYTCHVEHPSLKSPI> 
I -Ad 0-2 DOMAIN 

730 740 750 " 760 ' 770 

* * * * * 

ACT GTG GAG TGG ACT AGT GGT GGC GGT GGC AGC GGC GGT GGT GGT TCC 
TGA CAC CTC ACC TGA TCA CCA CCG CCA CCG TCG CCG CCA CCA CCA AGS 
"TVEWTSGGGGSGGGGS> 
--->< ---- -- 24 AMINO ACID LINKER 



780 790 800 810 

* * * * 

GGt GGC GGC GGT TCT GGC GGT GGC GGT TCC TCG AGT GAA GAC GAC ATT 
CCA CCG CCG CCA AGA CCG CCA CCG CCA AGG AGC TCA CTT- CTG CTG TAA 
GGGGSGGGGSSSEDDI> 
>< 



820 830 840 850 860 

* * * * * 

GAG GCC GAC CAC GTA GGC TTC TAT GGT ACA ACT GTT TAT ^C AG TCT CCT 
CTC CGG CTG GTG CAT CCG AAG ATA CCA TGT TGA CAA ATA GTC AGA GGA 
EADHVGFYGTTVYQSP> 
I -Ad a-1 DOMAIN - 
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870 880 890 900 910 

* * * * * 

GGA GAC ATT GGC CAG TAC ACA CAT GAA TTT GAT GGT GAT GAG TTG TTC 
CCT CTG TAA CCG GTC ATG TGT GTA CTT AAA CTA CCA CTA CTC AAC AAG 
GDIGQYTHE-FDGD ELF> 



920 930 940 950 960 

* * * * * 

TAT GTG GAC TTG GAT AAG AAG AAA ACT GTC TGG AGG CTT CCT GAG TTT 
ATA CAC CTG AAC CTA TTC TTC TTT TGA CAG ACC TCC GAA GGA CTC AAA" 
YVDLDKKKTVWRLPEF> 



970 980 990 1000 1010 

* * * * * 

GGC CAA TTG ATA CTC TTT GAG CCC CAA GGT GGA CTG CAA AAC ATA GCT 
CCG GTT AAC TAT GAG AAA CTC GGG GTT CCA CCT GAC GTT TTG TAT CGA 
GQLILFEPQGGLQNIA> 



1020 1030 1040 1050 

* * * * 

GCA GAA AAA CAC AAC TTG GGA ATC TTG ACT AAG AGG TCA AAT TTC ACC 
CGT CTT TTT GTG TTG AAC CCT TAG AAC TGA TTC TCC AGT TTA AAG T&G 
~AEKHNLGILTKRSNFT> 
— I -Ad a-1 DOMAIN - 

1060 1070 1080 1090 1100 

* * * ' * * 

' CCA GCT ACC AAT GAG GCT CCT CAA GCG ACT GTG TTC CCC AAG TCC CCT 
GGT CGA TGG TTA CTC CGA GGA GTT CGC TGA CAC AAG GGG TTC AGG GGA 
PATNEAPQATVFPK SP> 
x I -Ad a-2 DOMAIN 

1110 1120 1130 1140 1150 

* * * * * 

GTG CTG CTG GGT CAG CCC AAC ACC CTT ATC TGC TTT GTG GAC AAC ATC 
CAC GAC GAC CCA GTC GGG TTG TGG GAA TAG ACG AAA CAC CTG TTG TAG 
VLLGQPNTI_ICFVDNI> 
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1160 1170 1180 1190 1200 

* * * * * 

TTC CCA CCT GTG ATC MC ATC ACA TGG CTC AGA AAT AGC AAG TCA GTC 
AAG GGT GGA CAC TAG TTG TAG TGT ACC GAG TCT TTA TCG TTC AGT CAG 
FPPV-INIT'WLRNSKSV> 



1210 1220 
. * * 

ACA GAC GGC GTT TAT GAG ACC AGC 
TGT CTG CCG CAA ATA CTC TGG' TCG 
TDGVYE'TS 



1230 1240 1250 

* * * 

TTC CTC GTC AAC CGT GAC CAT TCC 
AAG GAG CAG TTG GCA CTG GTA AGG 
FLVNRDHS> 



1260 1270 1280 1290 

* * * * 

TTC CAC AAG CTG TCT TAT CTC ACC TTC ATC CCT TCT GAT GAT GAC ATT 
AAG GTG TTC GAC AGA ATA GAG TGG AAG TAG GGA AGA CTA CTA CTG TAA 
FHKLSYLTFIPSDDD I> 



1300 1310 1320 1330 1340 

* * * * * 

TAT GAC TGC AAG GTG GAG CAC TGG GGC CTG GAG GAG CCG GTT CTG MA 
ATA CTG ACG TTC CAC CTC GTG ACC CCG GAC CTC CTC GGC CM GAC nT 
YDCKVEHWGLEEPVLK> 
I -Ad a-2 DOMAIN 



1350 1360 1370 1380 

* * * * 

CAC TGG TCC CGG GCT AGT CAC CAT CAC CAT CAT CAC TAG 
GTG ACC AGG GCC CGA TCA GTG GTA GTG GTA GTA GTG ATC 
HWSRASHHHHHH*> 
- x - 6 X HIS tag > 
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10 20 30 40 50 

* * * * * 

CCACC ATG GCT CTG CAG ATC CCC AGC CTC CTC CTC TCA GCT GCT GTG GTG 
GGTGG TAC CGA GAC GTC TAG GGG TCG GAG GAG GAG AGT CGA CGA CAC CAC 
MA.LGIP-SLLLSAAVV> 
< i -Ad p CHAIN LEADER 

60 70 80 90 

* * * * 

GTG CTG ATG GTG CTG AGC AGC CCA AGG ACC TTA AGT ATC TCT CAG GCT 
CAC GAC TAC CAC GAC TCG TCG GGT TCC TGG AAT TCA TAG AGA GTC CGA 
VLMVLSSPRTLSISQA> 



100 110 120 130 140 

* * * * * 

GTT CAC GCT GCT CAC GCT GAA ATC AAC GAA GCT GGT CGT GCT AGC GGA 
CAA GTG CGA CGA GTG CGA CTT TAG TTG CTT CGA CCA GCA CGA TCG CCT 
VHAAHAEINEAGRASG> 
- OVA 323-339 ---->< 

150 160 170 180 190 

* * * * * 

GGG GGC GGA AGC- GGC GGA GGG GGA AAC TCC GAA AGG CAT TTC GTG GTC 
CCC CCG CCT TCG CCG CCT CCC CCT TTG AGG CTT TCC GTA AAG CAC^CAG 
GGGSGGGGNSERHFVV> 
-- 10 AMINO ACID LINKER -->< I -Ad p-1 DOMAIN 

200 210 220 230 240 

* * * * * 

CAG TTC AAG GGC GAG TGC TAC TAC ACC AAC GGG ACG CAG CGC ATA CGG 
GTC AAG TTC CCG CTC ACG ATG ATG TCC TTG CCC TGC GTC GCG TAT GCC 
QFKGECYYTNGTQR IR> 



250 260 270 280 290 

* * * * * 

CTC GTG ACC AGA TAC ATC TAC AAC CGG GAG GAG TAC GTG CGC TAC GAC 
GAG CAC TGG TCT ATG TAG ATG TTG GCC CTC CTC ATG CAC GCG ATG CTG 
LVTRYIYNREEYVRYD> 
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300 310 320 330 

* * * * 

AGC GAC GTG GGC GAG TAC CGC GCG GTG ACC GAG CTG GGG CGG CCA GAC 
TCG CTG CAC CCG CTC ATG GCG CGC CAC TGG CTC GAC CCC GCC GGT CTG 
S 0 V G E Y R A-V.T E L G R P D> 



340 350 360 370 380 

* * * * * 

GCC GAG TAC TGG MC AGC CAG CCG GAG ATC CTG GAG CGA ACG CGG GCC 
CGG CTC ATG ACC TTG TCG GTC GGC CTC TAG GAC CTC-GCT TGC GCC CGG 
AE Y WNSQ P.E I L E RTRA> 



390 400 410 420 430 

* * * * * 

GAG GTG GAC ACG GCG TGC AGA CAC AAC TAC GAG GGG CCG GAG ACC AGC 
CTC CAC CTG TGC CGC ACG TCT GTG TTG ATG CTC CCC GGC CTC TGG TCG 
EVDTACRHNYEGPETS> 



440 450 460 470 480 

* * * * * 

ACC TCC CTG CGG CGG CTT GAA CAG CCC AAT GTC GCC ATC TCC CTG TCC 
TGG AGG GAC GCC GCC GAA CTT GTC GGG TTA CAG CGG TAG AGG GAC A^S 
"TSLRRLEQPNVAISLS> 
--- I -Ad p-1 DOMAIN ->< I -Ad 0-2 DOMAIN 

490 500 510 520 530 

* * * * * 

AGG ACA GAG GCC CTC AAC CAC CAC AAC ACT CTG GTC TGT TCG GTG ACA 
TCC TGT CTC CGG GAG TTG GTG GTG TTG TGA GAC CAG ACA AGC CAC TGT 
RTEALNHHNTLVCSVT> 



540 550 560 570 

* * * * 

GAT TTC TAC CCA GCC AAG ATC AAA GTG CGC TGG TTC AGG AAT GGC CAG 
CTA AAG ATG GGT CGG TTC TAG TTT CAC GCG ACC AAG TCC TTA CCG GTC 
DFYPAKIKVRWFRNGQ> 
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580 590 600 610 620 

* * * * * 

GAG GAG ACA GTG GGG GTC TCA TCC ACA CAG CTT An AGG AAT GGG GAC 
CTC CTC TGT CAC CCC CAG AGT AGG TGT GTC GAA TAA TCC TTA CCC CTG 
EETVGVSS-TQLIRNGD> 



630 640 650 660 670 

* * * * 

TGG ACC TTC CAG GTC CTG GTC ATG CTG GAG ATG ACC CCT CAT CAG GGA 
ACC TGG MG GTC CAG GAC CAG TAC GAC CTC TAC TGG GGA GTA GTC CCT 
WTFQVLVMLEMTPHQG> 



680 690 700 710 720 

GAG GTC TAC ACC TGC CAT GTG GAG CAT CCC AGC CTG AAG AGC CCC ATC 
CTC CAG ATG TGG ACG GTA CAC CTC GTA GGG TCG GAC TTC TCG GGG TAG 
EVYTCHVEHPSLKSPI> 
I -Ad 0-2 DOMAIN 

730 740 750 760 770 

* * * * * 

ACT GTG GAG TGG ACT AGT GGT GGC GGT GGC AGC GGC GGT GGT GGT TCC 
TGA CAC CTC ACC TGA TCA CCA CCG CCA CCG TCG CCG CCA CCA CCA AGG 
"TVEWTSGGGGSGGGGS> 
x 24 AMINO ACID LINKER 

780 790 800 810 

★ * * * 

GGT GGC GGC GGT TCT GGC GGT GGC GGT TCC TCG AGT GAA GAC GAC ATT 
CCA CCG CCG CCA AGA CCG CCA CCG CCA AGG AGC TCA CTT CTG CTG TAA 
GGGGSGGGGSSSEDDI> 
>< 



820 830 840 850 860 

* * * * * 

GAG GCC GAC CAC GTA GGC TTC TAT GGT ACA ACT GTT TAT CAG TCT CCT 
CTC CGG CTG GTG CAT CCG AAG ATA CCA TGT TGA CAA ATA GTC AGA GGA 
EADHVGFYGTTVYQSP> 
I -Ad a-1 DOMAIN — 



FIG.28C 



55/69 



870 880 890 900 910 

***** 

GGA GAC ATT G6C CAG TAC ACA CAT .GAA TTT GAT GGT GAT GAG TTG TTC 
CCT CTG TAA CCG GTC ATG TGT GTA CTT AAA CTA CCA CTA CTC AAC AAG 
GDIG. QYTH-E-FDGDELF> 



920 930 940 950 960 

* * * * * 

TAT GTG GAC TTG GAT AAG AAG AAA ACT GTC TGG AGG CTT CCT GAG TTT 
ATA CAC CTG AAC CTA TTC TTC TTT TGA CAG ACC TCC GAA GGA CTC AAA 
YVDLDKKKTVWRLPEF> 



970 980 990 1000 1010 

* * * * * 

GGC CAA TTG ATA CTC TTT GAG CCC CAA GGT GGA CTG CAA AAC ATA GCT 

CCG GTT AAC TAT GAG AAA CTC GGG GTT CCA CCT GAC GTT TTG TAT CGA 

GQL I LFEPQGGLQNIA> 



1020 1030 1040 1050 

* * * * 

GCA GAA AAA CAC AAC TTG GGA ATC TTG ACT AAG AGG TCA AAT TTC ACC 
CGT CTT TTT GTG TTG AAC CCT TAG AAC TGA TTC TCC AGT TTA AAG TGS 
AEKHNLGILTKRSNFT> 
I -Ad cc-1 DOMAIN 



1060 1070 1080 1090 1100 
* * * * * 
CCA GCT ACC AAT GAG GCT CCT CAA GCG ACT GTG TTC CCC AAG TCC CCT 
GGT CGA TGG TTA CTC CGA GGA GTT CGC TGA CAC AAG GGG TTC AGG GGA 
PATNEAPQATVFPKSP> 
x I -Ad oc-2 DOMAIN 



1110 1120 1130 1140 1150 

***** 

GTG CTG CTG GGT CAG CCC AAC ACC CTT ATC TGC TTT GTG GAC AAC ATC 
CAC GAC GAC CCA GTC GGG TTG TGG GAA TAG ACG AAA CAC CTG TTG TAG 
VLLGQPNTLICFVDN I> 
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1160 1170 1180 1190 1200 

* * * * * 

TTC CCA CCT GTG ATC MC ATC ACA TGG CTC AGA AAT AGC AAG TCA GTC 
AAG GGT GGA CAC TAG TTG TAG TGT ACC GAG TCT TTA TCG TTC AGT CAG 
FPPVINIT-W.LRNS .KSV> 



1210 1220 1230 1240 1250 

* * * * * 

ACA GAC GGC GTT TAT GAG ACC AGC TTC CTC GTC AAC CGT GAC CAT TCC 
TGT CTG CCG CAA ATA CTC TGG TCG AAG GAG CAG TTG GCA CTG GTA AGG 
TDGVYETSFLVNRDHS> 



1260 1270 1280 1290 

* * * * 

TTC CAC AAG CTG TCT TAT CTC ACC TTC ATC CCT TCT GAT GAT GAC ATT 
AAG GTG TTC GAC AGA ATA GAG TGG AAG TAG GGA AGA CTA CTA CTG TAA 
FHKLSYLTFIPSDDDI> 



1300 1310 1320 1330 1340 

* * * * * 

TAT GAC TGC AAG GTG GAG CAC TGG GGC CTG GAG GAG CCG GTT CTG AAA 
ATA CTG ACG TTC CAC CTC GTG ACC CCG GAC CTC CTC GGC CAA GAC TTT 
YDCKVEHWGLEEPVLK> 
- I -Ad a-2 DOMAIN — 



1350 1360 1370 1380 1390 

* * * * * 

CAC TGG GAA CCT GAG" ATT CCA GCC CCC ATG TCA GAG CTG ACA GAA ACT 
GTG ACC CTT GGA CTC TAA GGT CGG GGG TAC AGT CTC GAC TGT CTT TGA 
HWEPEIPAPMSELTET> 
x I -Ad a-TM DOMAIN - 



1400 1410 1420 1430 1440 

* * * * * 

GTG GTG TGT GCC CTG GGG TTG TCT GTG GGC CTT GTG GGC ATC GTG GTG 
CAC CAC ACA CGG GAC CCC AAC AGA CAC CCG GAA CAC CCG TAG CAC CAC 
VVCALGLSVGLVGIVV> 
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1450 1460 1470 1480 1490 

* ■*• * * * 

GGC ACC ATC TTC ATC ATT CAA GGC CTG CGA TCA GGT GGC ACC TCC AGA 

CCG TGG TAG AAG TAG TAA GTT CCG GAC GCT AGT CCA CCG TGG AGG TCT 

GT I F.I I QG L R SGGTS R> 



CAC CCA GGG CCT TTA TGA 
GTG GGT CCC GGA AAT ACT 
H P G P L *> 
- I -Ad a-TM DOMAIN -> 
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10 20 30 40 50 

* * * * * 

CCACC ATG GCT CTG CAG ATC CCC AGC CTC CTC CTC TCA GCT GCT GTG GTG 
GGTGG TAC CGA GAC GTC TAG GGG TCG GAG GAG GAG AGT CGA CGA CAC CAC 
MA.LQIP-SL. LLSA.AVV> 
< I -Ad 3 CHAIN LEADER 

60 70 80 90 

* * * * 

GTG CTG ATG GTG CTG AGC AGC CCA AGG ACC TTA AGT ATC TCT CAG GCT 
CAC GAC TAC CAC GAC TCG TCG GGT TCC TGG AAT TCA TAG AGA GTC CGA 
VLMVLSSPRTLSISQA> 



100 110 120 130 140 
* * * * * 
GTT CAC GCT GCT CAC GCT GAA ATC AAC GAA GCT GGT CGT GCT AGC GGA 
CAA GTG CGA CGA GTG CGA CTT TAG TTG CTT CGA CCA GCA CGA TCG CCT 
VHAAHAE I NEAGRASG> 
OVA 323-339 >< 

150 160 ' 170 180 ' 190 
* * * * * 
GGG GGC GGA AGC GGC GGA GGG GGA AAC TCC GAA AGG CAT TTC GTG GTC 
CCC CCG CCT TCG CCG CCT CCC CCT TTG AGG CTT TCC GTA AAG CAC CAG 
GGGSGGGGNSERHFVV> 
-- • 10 AMINO ACID LINKER -->< I -Ad (3-1 DOMAIN 

200 210 220 230 240 

* * * * * 

CAG TTC AAG GGC GAG TGC TAC TAC ACC AAC GGG ACG CAG CGC ATA CGG 
GTC AAG TTC CCG CTC ACG ATG ATG TGG TTG CCC TGC GTC GCG TAT GCC 
QFKGECYYTNGTQRIR> 



250 260 270 280 290 

* * * * * 

CTC GTG ACC AGA TAC ATC TAC AAC CGG GAG GAG TAC GTS CGC TAC GAC 
GAG CAC TGG TCT ATG TAG ATG TTG GCC CTC CTC ATG CAC GCG ATG CTG 
LVTRYIYNREEYVRYD> 
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300 310 320 330 

* * * * 

AGC GAC GTG GGC GAG TAC CGC GCG GTG ACC GAG CTG GGG CGG CCA GAC 
TCG CTG CAC CCG CTC ATG GCG CGC CAC TGG CTC GAC CCC GCC GGT CTG 
SDVGEYRAVTELGRPO> 



340 .. 350 360 370 380 

* * * * * 

GCC GAG TAC TGG AAC AGC CAG CCG GAG ATC CTG GAG CGA ACG CGG GCC 
CGG CTC ATG ACC TTG TCG GTC GGC CTC TAG GAC CTC GCT TGC GCC CGG 
AEYWNSQPEI LERTRA> 



390 400 410 420 430 

■k * * * * 

GAG GTG GAC ACG GCG TGC AGA CAC AAC TAC GAG GGG CCG GAG ACC AGC 
CTC CAC CTG TGC CGC ACG TCT GTG TTG ATG CTC CCC GGC CTC TGG TCG 
EVDTACRHNYEGPETS> 



440 450 460 470 480 

* * * * * 

ACC TCC CTG CGG CGG CTT GAA CAG CCC AAT GTC GCC ATC TCC CTG TCCx 
TGG AGG GAC GCC GCC GAA CTT GTC GGG TTA CAG CGG TAG AGG GAC AGG 
TSLRRLEQPNVAISLS> 
— I -Ad (3-1 DOMAIN ->< I-Ad p-2 DOMAIN 

490 500 510 520 530 

* * * ■*■ * 

AGG ACA GAG GCC CTC AAC CAC CAC AAC ACT CTG GTC TGT TCG GTG ACA 
TCC TGT CTC CGG GAG TTG GTG GTG TTG TGA GAC CAG ACA AGC CAC TGT 
RTEALNHHNTLVCSVT> 



540 550 560 570 

* * * * 

GAT TTC TAC CCA GCC AAG ATC AAA GTG CGC TGG TTC AGG AAT GGC CAG 
CTA AAG ATG GGT CGG TTC TAG TTT CAC GCG ACC AAG TCC TTA CCG GTC 
DFYPAKIKVRWFRNGO 
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580 590 600 610 620 

* * • * * * 

GAG GAG ACA GTG GGG GTC TCA TCC ACA CAG CTT ATT AGG AAT GGG GAC 
CTC CTC TGT CAC CCC CAG AGT AGG TGT GTC GAA TAA TCC TTA CCC CTG 
E ETVGVSSTQLIRNGD> 



630 640 650 660 670 

***** 
TGG ACC TTC CAG GTC CTG GTC ATG CTG GAG ATG ACC CCT CAT CAG GGA 
ACC TGG AAG GTC CAG GAC CAG TAC GAC CTC TAC TGG GGA GTA GTC CCT 
W TFQVLVMLEMTPHQG> 



680 690 - 700 710 720 
***** 
GAG GTC TAC ACC TGC CAT GTG GAG CAT CCC AGC CTG AAG AGC CCC ATC 
CTC CAG ATG TGG ACG GTA CAC CTC GTA GGG TCG GAC TTC TCG GGG TAG 
EVYTCHVEHPSLKSPI> 
I -Ad 3-2 DOMAIN 

730 740 750 760 770 
* * * * * * 
ACT GTG GAG TGG ACT AGT GGT GGC GGT GGC AGC GGC GGT GGT GGT TCC 
TGA CAC CTC ACC TGA TCA CCA CCG CCA CCG TCG CCG CCA CCA CCA AGG 
TVEWTSGGGGSGGGG3* 
x 24 AMINO ACID LINKER 

780 790 800 810 

* * * * 

GGT GGC GGC GGT TCT GGC GGT GGC GGT TCC TCG AGT GAA GAC GAC ATT 
CCA CCG CCG CCA AGA CCG CCA CCG CCA AGG AGC TCA CTT CTG CTG TAA 
GGGGSGGGGSSSE- DDI> 



820 830 840 850 860 
***** 
GAG GCC GAC CAC GTA GGC TTC TAT GGT ACA ACT GTT TAT CAG TCT CCT 
CTC CGG CTG GTG CAT CCG AAG ATA CCA TGT TGA CAA ATA GTC AGA GGA 
EADHVGFYGTTVYQSP> 
I -Ad a-1 DOMAIN — " 
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870 880 890 900 910 

* * * * * 

GGA GAC ATT GGC CAG TAC ACA CAT GAA TTT GAT GGT GAT GAG TTG TTC 
CCT CTG TAA CCG GTC ATG TGT GTA CTT AAA CTA CCA CTA CTC AAC AAG 
GDIGQYTHEFDGDELF> 



920 930 940 950 960 

* * * * * 

TAT GTG GAC TTG GAT AAG AAG AAA ACT GTC TGG AGG CTT CCT GAG TTT 
ATA CAC CTG AAC CTA TTC TTC TTT TGA CAG ACC TCC GAA GGA CTC AAA 
Y V D L D KKKTVWR-L P E F> 



970 980 - 990 1000 1010 

* * * * * 

GGC CAA TTG ATA CTC TTT GAG CCC CAA GGT GGA CTG CAA AAC ATA GCT 
CCG GTT AAC TAT GAG AAA CTC GGG GTT CCA GCT GAC GTT TTG TAT CGA 
GQLILFEPQGGLQNIA> 



1020 . 1030 1040 1050 

■k ' * * * 

GCA GAA AAA CAC AAC TTG GGA ATC TTG ACT AAG AGG TCA AAT TTC ACC 
CGT CTT TTT GTG TTG AAC CCT TAG AAC TGA TTC TCC AGT TTA AAG TGG 
AEKHNLGILTKRSNFT* 
- -- - - I -Ad a-1 DOMAIN 



1060 1070 1080 1090 1100 

* * * * * 

CCA GCT ACC AAT GAG GCT CCT CAA GCG ACT GTG TTC CCC AAG TCC CCT 
GGT CGA TGG TTA CTC CGA GGA GTT CGC TGA CAC AAG GGG TTC AGG GGA 
PATN EAPQATVFP. KSP> 
x I -Ad a-2 DOMAIN 



IliO 1120 1130 1140 1150 

* * * * * 

GTG CTG CTG GGT CAG CCC AAC ACC CTT ATC TGC TTT GTG GAC AAC ATC 
CAC GAC GAC CCA GTC GGG TTG TGG GAA TAG ACG AAA CAC CTG TTG TAG 
VLLGQPNTLICFVDNI> 
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1160 1170 1180 1190 1200 " 

* * * * * 

TTC CCA CCT GTG ATC MC ATC ACA TGG CTC AGA AAT AGC AAG TCA GTC 
AAG GGT GGA CAC TAG TTG TAG TGT ACC GAG TCT TTA TCG TTC AGT CAG 
FPPVINITWLRNSKSV> 



1210 1220 1230 1240 1250 

* * * * * 

ACA GAC GGC GTT TAT GAG ACC AGC TTC CTC GTC AAC CGT GAC CAT TCC 
TGT CTG CCG CAA ATA CTC TGG TCG AAG GAG CAG TTG GCA CTG GTA AGG 
TDGVYETSFLVNRDH-S> 



1260 1270 - 1280 1290 

* * * * 

TTC CAC AAG CTG TCT TAT CTC ACC TTC ATC CCT TCT GAT GAT GAC ATT 
AAG GTG TTC GAC AGA ATA GAG TGG AAG TAG GGA AGA CTA CTA CTG TAA 
FHKLSYLTFIPSDDDI> 



1300 1310 1320 1330 1340 

* * * * * 

TAT GAC TGC AAG GTG GAG CAC TGG GGC CTG GAG GAG CCG GTT CTG AAA 
ATA CTG ACG TTC CAC CTC GTG ACC CCG GAC CTC CTC GGC CAA GAC TTT 
YDCKVEHWGLEEPVL K> N 
I -Ad a-2 DOMAIN 

1350 1360 1370 1380 

* * * * 

CAC TGG GAG GAA GAA GAG TAC ATG CCG ATG GAA TGA 
GTG ACC CTC CTT CTT CTC ATG TAC GGC TAC CTT ACT 

HWEEEEYMPME*> 
>< EE TAG > 



FIG.29E 



2^? 



_, 63/69 



O 

ro 



NS-0 



TI2 




10° I0 1 I0 2 I0 3 I0 4 10°" I0 1 I0 2 I0 3 !0 4 10° I0 1 I0 2 I0 3 I0 4 
Log Fluorescence Intensity 



FIG, 3IA 



10000- 



1000 - 



100 1 



10 



Q- 



I - 



0.1 



DO 1 1. 10 DOII.IO 
+ NS-0 



DOII.IO DOII.IO 
+ TI2 + A2I-1U 

+ OVA 323 -339 



FIG. 3IB 



65/69 




66/69 



120 




19 39 78 156 312 625 
Single-Chain Class II Fusion Protein (ng/well) 



30 



FIG.34C 




sc-IA d /bIank sc-IA d /bIank sc-IA d /OVA 



+ OVA 323-339 



68/69 




0.5 



I 



2 3 4 

F I G. 35 



69/69 




T r 

IJOsqv 



